. The expression of CHML in different molecular subtypes of 311 MM patients in dataset GSE19784. The dotted line represents the average of all values. The Y-axis represents the CHML expression (log2), and the X-axis represents the subtype of MM. Fig. S2. Survival analysis of CHML gene in dataset GSE9782 that included 264 MM patients. Kaplan-Meier Curves for overall survival in 264 MM patients. Log-rank test was used. The Y-axis represents survival probability and the X-axis represents survival time (days).
. The relationship between CHML gene expression and relapse of 585 MM patients in dataset GSE83503. The Y-axis represents the CHML expression (log2), and the X-axis represents relapse or not. (B) The levels of CHML before and after treatment of 19 patients in GSE19554. The baseline is the pre-treatment specimen, and the pre-1 st is the specimen after the first chemotherapy. The statistical method used for CHML is Anova test. 
